T was obtained from MTCC and grown on tryptic soya agar medium (TSA; HiMedia) at 30°C. Genomic DNA was extracted from 36 h old culture using ZR Fungal/Bacterial DNA MiniPrep™ as per manufacturer's instructions. Identification was reconfirmed using 16S rRNA sequencing. Amplification and sequencing of 16S rRNA were performed as described by Mayilraj et al. [4] . To determine the phylogenetic relationship of strain MTCC 11365 T , the 16S rRNA sequence consisting of 1502 bp was compared with those of type strains of species of related genera and identification of phylogenetic neighbors and the calculation of pairwise 16S rRNA gene sequence similarities were achieved using the EzTaxon server [5] and aligned using mega version 5.0 [6] . Phylogenetic trees were constructed using the neighbor-joining algorithm. Bootstrap analysis was performed to assess the confidence limits of the branching (Fig. 1) . The functional annotation was carried out by RAST (rapid annotation using subsystem technology) [7] , Fig. 2 shows the subsystem distribution of strain A. gylenbergii strain MTCC 11365 T , tRNA was predicted by tRNAscan-SE 1.23 [8] and rRNA genes by RNAmmer 1.2 [9] . The genome contains 3 rRNA genes (5S-23S-16S) and 67 aminoacyl-tRNA synthetase genes. A total of 4019 coding regions (2188 genes transcribed from the positive strand and 1831 from the negative strand) were found in the genome, of which 2827 (70%) could be functionally annotated. The genome coding density is 86% with an average gene length of 915 bp. The annotated genome has 82 genes responsible for resistance to antibiotic and toxic compounds including 18 genes for MDR efflux pumps. One hundred and twenty nine genes contribute to the membrane transport proteins. Sixty five genes in response to oxidative stress, 17 osmotic stress responsive genes, 16 genes for heat shock and many more stress responses, all summed up to 122 genes for stress response are present. 
Nucleotide sequence accession number
The A. gyllenbergii strain MTCC 11365 T whole genome shot gun (WGS) project has been deposited at DDBJ/EMBL/GenBank under the project accession ASQH00000000 of the project (01) has the accession numbers ASHQ01000000 and consists of sequences ASQH01000001-ASQH01000048.
